Results previously reported for this model 5 . The body weight of HFS, HFS+C and control rats after 10 weeks of diet was similar, while a significant increase of relative liver weight was observed in both HFS groups indicating hepatomegaly as a response to a HFS diet. Compared to control, HFS diets were associated with a significant increase of serum glucose, triglycerides, cholesterol and insulin levels and HOMA-IR levels. HFS high fructose and saturated fatty acids, ∑ SFA total saturated fatty acids, ∑ MUFA total monounsatured fatty acids, ∑ PUFA total polyunsatured fatty acids. For the extraction of polar metabolites, 600 µL of methanol (d4), 400 µL of phosphate buffer solution (1.9 mM Na 2 HPO 4 , 8.1 mM NaH 2 PO 4 , 150 mM NaCl, 1 mM 3-(trimethylsilyl)propionic-2,2,3,3-d4 acid (TSP), pH 7.4) containing 90:10 D 2 O/H 2 O (v/v) were added to 50 mg of dry hydroalcoholic extract of Curcuma longa, vortexed for 1 min and sonicated for 20 min at 40 °C. The mixture was centrifuged at 17 000 g for 10 min, and then the supernatants (600 µL) were transferred into 5 mm NMR tubes. Methanol (d4) and TSP provided a field frequency lock and a chemical shift reference ( 1 H, δ 0.00), respectively.
-Instrumental analysis of polar extract by NMR analysis
All NMR experiments were carried out on a Bruker Avance III spectrometer operating at 600 MHz for the 1 H frequency equipped with a 5 mm BBFO probe with z-gradient. Spectra were acquired at 300 K. A pulse-acquire sequence with water signal presaturation zgpr during a relaxation delay of 2 s was recorded. Two hundred fifty-six transients, an acquisition time of 4.00 s and 64k data points were collected using a spectral width of 8000 Hz. A 0.5 Hz linebroadening function was applied to all spectra prior to Fourier transformation (FT). Subsequently, the spectra were phased and baseline corrected manually and referenced to the TSP methyl signal (δ = 0.00 ppm). Assignments of the metabolite signals were performed using 1 H− 1 H TOCSY, 1 H− 13 C HSQC, 1 H− 13 C HMBC spectra and using reference signals published in the literature. Metabolites were identified using Chenomx Profiler, a module of Chenomx NMR Suite version 7.6, combined with analyses of 2D NMR experiments. The reference signal (TSP) corresponding to a known concentration was used to determine the concentration of individual compounds.
